Here, we report the isolation, identification, and whole-genome sequences of 12 bacterial strains associated with four mushroom species. The study was done as an inquiry-based exercise in an undergraduate genomics course (BIOL 340) in the Thomas H. Gosnell School of Life Sciences at the Rochester Institute of Technology.
indexed using a Nextera XT library prep kit per the manufacturer's instructions (Illumina, San Diego, CA) in the genomics core facility in the School of Life Sciences at the Rochester Institute of Technology. The fragment size range was assessed using a DNA 1000 kit on an Agilent 2100 bioanalyzer. Average fragment size (800 bp) was combined with Qubit DNA concentration to determine the molarity of sequencing-ready libraries. Samples were normalized to a final loading concentration of 10 pM and sequenced using the Illumina MiSeq v3 600-cycle run cartridge with 2 ϫ 250-bp paired-end reads. A total yield of 2.34 ϫ 10 7 reads was obtained, with an average read length of 231.9 bp after trimming with MiSeq default parameters. The sequences were assembled using Unicycler (v0.4.8.0) within Galaxy (v19.09.rc1), filtering out contigs shorter than 200 bp (7, 8) . QUAST (v5.0.2) was used to generate statistics on the final assemblies (9) . Assembled genomes were taxonomically classified using the Type Strain Genome Server (TYGS) tool (10) . Assemblies were submitted as whole-genome shotgun (WGS) sequencing projects to GenBank for annotation using the NCBI Prokaryotic Genome Assembly Pipeline to look for open reading frames (ORFs), rRNAs, and tRNAs (11) . Please note that default parameters were used for all software unless otherwise noted.
Data availability. Annotation details for each isolate, including accession numbers, are reported in Table 1 . 
